In the title compound, C 17 H 20 N 2 O 4 S, the thiazolidine (r.m.s. deviation = 0.022 Å ) and phenyl rings (major and minor occupancies) are inclined to one another by 6.3 (3) and 10.5 (3) , respectively. The molecular conformation is stabilized by an intramolecular C-HÁ Á ÁS interaction. In the crystal, molecules are linked by C-HÁ Á ÁO hydrogen bonds, which generate R 2 2 (18), R 2 2 (24) and R 2 1 (7) ring motifs. Aromaticstacking interactions are also observed.
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Structure description
Thiazolidine-2,4-dione derivatives show a number of biological properties including anticancer, antiarthritic, anti-inflammatory, anti-oxidant and diabetes related effects (Fujita et al., 1983; Youssef et al., 2010; Albrecht et al., 2005) . As part of our investigations of thiazolidine derivatives, we have undertaken the X-ray crystal structure analysis of the title compound.
The molecular structure of the compound is shown in Fig. 1 . The thiazolidine ring adopts its expected planar conformation with a maximum deviation of 0.0266 (4) Å for C11. The methoxy group and atoms C2 and C7 of the phenyl ring are disordered over two orientations with site occupancy factors of 0.579 (15):0.421 (15). The mean planes of the thiazolidine and phenyl rings (major and minor occupancies) are inclined to one another by 6.3 (3) and 10.5 (3) , respectively. The 2-aminoacetamide moiety is in an extended conformation, as can be seen from the N1-C12-C13-N2 torsion angle of À166.4 (3) . The torsion angles of the diethylamine group are C13-N2-C16-C17 = 83.3 (5) and C13-N2-C14-C15 = 90.8 (4) . An intramolecular C-HÁ Á ÁS contact (Table 1) generates an S(6) ring.
data reports

Figure 2
The C-HÁ Á ÁO intermolecular interactions generating R 2 2 (14) and R 2 2 (24) ring motifs, viewed along the b axis. H atoms not involved in hydrogen bonds have been excluded for clarity. Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày; Àz þ 2; (ii) Àx þ 3 2 ; y À 1 2 ; Àz þ 3 2 .
Figure 1
The molecular structure of the title compound, showing displacement ellipsoids drawn at the 50% probability level.
Figure 4
The weakinteraction of the title compound, viewed along the c axis. Computer programs: APEX2 and SAINT (Bruker, 2008) , SHELXS and SHELXTL (Sheldrick, 2008) and SHELXL2016 (Sheldrick, 2015) .
Figure 3
The C12-H12BÁ Á ÁO3 intermolecular hydrogen bond generates C(5) zigzag chains.
data reports
In the crystal, the C3-H3Á Á ÁO2 interaction generates an R 2 2 (18) loop and the C1B-H13BÁ Á ÁO2 hydrogen bond leads to an R 2 2 (24) loop (Fig. 2) . The C12-H12BÁ Á ÁO3 hydrogen bond generates a C(5) zigzag chain running along [101], as shown in Fig. 3 . Aromaticstacking interactions are observed, as shown in Fig. 4 , with a Cg1Á Á ÁCg2(x, À1 + y, z) distance of 3.879 (3) Å where Cg1 and Cg2 are the centroids of the thiazolidine and phenyl rings, respectively.
Synthesis and crystallization
To a stirred solution of p-methoxybenzylidine thiazolidinedione (0.5 g; 2.2 mmol) in 25 ml of acetonitrile was added 2-chloro-N,N-diethylacetamide (0.3 g; 2.4 mmol) and the mixture was refluxed for 16 h and cooled to room temperature. The reaction mixture was then poured into icecooled water. The crude brown-colored solid that separated was filtered and dried to give the title compound as a crystalline powder (yield = 82%). After purification, the compound was recrystallized from CHCl 3 solution.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . The methoxy group and atoms C2/ C7 of the phenyl ring are disordered over two orientations with site occupancy factors of 0.579 (15):0.421 (15).
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IUCrData (2017) where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.17 e Å −3 Δρ min = −0.19 e Å −3 Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. The H atoms were placed in calculated positions with C-H = 0.93 Å to 0.97 Å, refined in the riding model with fixed isotropic displacement parameters:U iso (H) = 1.5U eq (C) for methyl group and U iso (H) = 1.2U eq (C) for other groups. Symmetry codes: (i) −x+1, −y, −z+2; (ii) −x+3/2, y−1/2, −z+3/2.
